. Expression profile of P. vulgaris ADF genes in root hairs, apices, and stripped roots from seedlings harvested at 2 days post-germination. Bars represent means ± SEM for three biological replicates with three technical repeats each. Elongation factor EF1α was used as the endogenous reference gene. Heat map expression profiles highlighting the most abundant PvADF transcripts in organs and tissues of P. vulgaris. PvADF expression profile in inoculated roots and nodules.
Expression was analyzed using the Phaseolus vulgaris Gene Expression Atlas (PvGEA): http://plantgrn.noble.org/PvGEA/. YL, fully expanded 2nd trifoliate leaf tissue from fertilized plants; L5, leaf tissue collected 5 days after plants were inoculated with effective rhizobium; LF, leaf tissue from fertilized plants collected at the same time as LE and LI; LE, leaf tissue collected 21 days after plants were inoculated with effective rhizobium; LI, leaf tissue collected 21 days after plants were inoculated with ineffective rhizobium; YS, all stem internodes above the cotyledon collected at the 2nd trifoliate stage; ST, shoot tip, including the apical meristem, collected at the 2nd trifoliate stage; FY, young flowers, collected prior to floral emergence; PY, young pods, collected 1 to 4 days after floral senescence, containing developing embryos at the globular stage; PH, pods approximately 9 cm long, associated with seeds at the heart stage (pod only); P1, pods between 10 and 11 cm long, associated with stage 1 seeds (pod only); P2, pods between 12 and 13 cm long, associated with stage 2 seeds (pod only); SH, heart stage seeds, between 3 and 4 mm across and approximately 7 mg; S1, stage 1 seeds, between 6 and 7 mm across and approximately 50 mg; S2, stage 2 seeds, between 8 and 10 mm across and between 140 and 150 mg; RT, root tips, 0.5 cm of tissue, collected from fertilized plants at 2nd trifoliate stage of development; YR, whole roots, including root tips, collected at the 2nd trifoliate stage of development; R5, whole roots separated from 5-day-old pre-fixing nodules; RF, whole roots from fertilized plants collected at 21 dpi; RE, whole roots separated from fixing-positive nodules collected at 21 dpi; RI, whole roots separated from fixing-negative nodules collected at 21 dpi; N5, pre-fixing (effective) nodules collected at 5 dpi; NE, effectively fixing nodules collected at 21 dpi; NI, ineffectively fixing nodules collected at 21 dpi. Glyma.09G019200.1 Phytozome GmADF17
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